In the original publication, Tables 3 and 6 were published with incorrect estimates of population heterozygosities. All other diversity statistics were correct as originally presented. Updated versions of Tables 3 and 6 with corrected heterozygosity estimates confirmed using Arlequin 3.5 (Excoffier and Lischer 2010) as in Dávila et al. (2014) are provided in this erratum. Discrepancies were minor for populations on the British Isles. The correct estimates for Spain are slightly larger than those reported for La Palma by Dávila et al. (2014) , but this does not necessarily affect their interpretation that choughs on La Palma may have originated from multiple migration events. The original conclusion that chough populations on the British Isles have low genetic diversity compared to continental European populations remains and is now, in fact, strengthened. The microsatellite repeat unit is given alongside TouchDown annealing temperature gradient (T a ), number of alleles (n a ), allele range (bp), observed (H O ) and expected (H E ) heterozygosity, the probability of Hardy-Weinberg equilibrium (p HWE ) and null allele frequency (van Oosterhout et al. 2004 ). See Wenzel et al. (2011) for full characterisation a Locus also isolated by Jaari et al. (2008) 
